and instructive computational methods to identify and interpret biologically relevant correlations and to challenge the hypothesis of an epigenetic code.
Results
Here, I introduce a generally applicable bioinformatic method to group epigenetic information across genomewide chromatin data sets. It automatically classifies the abundance of chromatin-based signals into discrete categories and transforms the categories into so-called epi-letters. Each genomic region can then be represented as a combined string of epi-letters referring to different chromatin marks. This synoptic compilation can be used for further clustering to determine common epigenetic signatures and can be represented applying the concept of the DNA motif sequence logo [2] .
I present the results of applying the epi-letter principle using published data [3] from 12 chromatin marks (including DNA methylation) in the model organism Arabidopsis thaliana (an example of representing a chromatin state in Figure 1 ).
Conclusions
I propose a new and simple tool for finding and representing epigenetic patterns across genome-wide profiling data of different chromatin marks. I provide a proof-of-concept application with published data, resulting in a classification of epigenetic signatures in Arabidopsis thaliana. The method has also other potentials for de novo discovery and visualization of general genome-wide profiling patterns. 
